Abstract
Introduction

29
Establishment likelihood and impact of an invasive species can be often associated by the 30 ecological similarity of species assemblages at different locations (Paini et al. 2016 ), the 31 presence of specific ecological drivers (Dawson et al. 2017 ), the number of introductions and 32 the viability of small populations (Blackburn et al. 2011 , Fauvergue et al. 2012 ).
33
Understanding evolutionary processes associated with biological invasions such as loss of 
57
The H. fraxineus invasion relies on a high sexual ascospore production (Cross et al. showing the presence of two ancestral types, perhaps indicative of two founding parents.
80
Together these prior studies provide a narrative that for a lack of population structure and low
81
European allelic richness: as compared to Japanese populations on F. mandschurica, the
82
European population was established by two individual strains in eastern Europe (Gross et Figure 1A ). 
Bioinformatics
157
The ddRAD sequences were de-multiplexed using Torrent Server software suite 4.6. The PCAdmix was used to infer local ancestry (Brisbin et al. 2012 ). This approach relied on 227 phased haplotypes derived from both reference panels and the admixed individuals. We used or Russia. Local ancestry assignments were determined using a 0.9 posterior probability 234 threshold for each window. Samples having probability of belonging to a reference of < 0.9 235 were recorded as missing ancestry. With K=3 a third group was observed that had a slightly variable frequency across the three 
298
The magnitude of the genome-wide reduction in nucleotide diversity varied considerably 299 amongst scaffolds, but an identical pattern was discovered throughout all three European 300 populations (Figure 3) . In contrast, populations from Russia had a high genome-wide 301 nucleotide diversity (Figure 3) . We considered that the regions of low nucleotide diversity The pattern of segmentation for the fixed tracts and diversity islands, which is 316 expected to be a signature of a bottleneck from the founding population, yields information on 317 the establishment phase and breeding behavior. Therefore, each of the fixed segments, and and Russia, than Europe and Japan.
377
In strong founder events, the low effective population size will affect the level of 
454
Although there has been a dramatic change in genetic diversity during the founder 455 event a relatively large amount of variation has been retained within the diverse regions. 
Biosecurity of H. fraxineus 478
The European pathogen population is bottlenecked and so movement of the host within
479
Europe is unlikely to impact the allele frequencies. A real concern is a novel immigration 
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